ABSTRACT Here, we describe the draft genome sequence of Raoultella ornithinolytica P079F W, isolated from the feces of an infant residing in a neonatal intensive care unit during an ongoing study to characterize the neonate gut microbiota. P079F W will be used in studies investigating the role of the microbiome in neonatal infections.
of P079F W, leading to a reference-based assembly (against Raoultella ornithinolytica 2-156-04_S1_C1; Assembly accession no. GCA_000703465) being produced by BugBuilder v1.0.3b1 (default settings for Illumina assembly) (9) . The genome of P079F W comprised 5,582,297 bp in 47 contigs (N 50 ϭ 295,345), with a GϩC content of 55.6% and 5,194 coding sequences (CDS) and 75 tRNAs (NCBI Prokaryotic Genome Annotation Pipeline [10] ). It shared 99.59% average nucleotide identity (OrthoANI [11] ) with the genome of R. ornithinolytica NBRC 105727 T (Assembly accession no. GCA_001598295), confirming its affiliation to this species (12) (13) (14) . Genome completeness was estimated to be 99.84% using CheckM v1.0.13 (15) (17) .
Data availability. This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. QFTY00000000. Raw sequence reads have been deposited at DDBJ/EMBL/GenBank under accession no. SRR9048023. The version described in this paper is the first version, QFTY01000000. L.H. is a member of the ESCMID Study Group for Host and Microbiota Interaction (https://www.escmid.org/research_projects/study_groups/host_and_microbiota_ interaction/).
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